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“*» Microbial Dark Matter (MDM) * We are using transcriptomic
1S unable to be cultivated outside sequencing to analyze RNA

of their natural environment transcripts produced by % Understanding the role
members of the Marimimicrobia

“ Reactions to climate change

Marinimicrobia play in regulating key
* MDM play vital roles in climate biogeochemical cycles

regulation and influencing the |
physiology of multicellular Results and Analvsis
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